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<210> 1 

<211> 1495 

<212> DNA 

<213> Homo sapiens 
<220> 

<223> calcium/calmodulin dependent protein kinase II 
alpha-B subunit (CAMKII -alpha) cDNA 

<220> 

<221> CDS 

<222> (7) . . (1476) 

<223> CAMKII-alpha 

<220> 

<221> misc_feature 

<222> (874) . . (1223) 

<223> CAMKII-alpha riboprobe sequence 



<400> 1 

ttcaggatgg 

ttgggcaagg 

tatgctgcca 

cgtgaagccc 

atctcagagg 

gaagatatcg 

atcctggagg 

gagaatctgt 

ctggccatag 

tatctctccc 

tgtggggtca 

caccgcctgt 

actgtcaccc 

cgcatcacag 

tcctgcatgc 

ctgaagggag 



ctaccatcac 
gagccttctc 
agatcatcaa 
gcatctgccg 
agggacacca 
tggcccggga 
ctgtgctgca 
tgctggcctc 
aggtggaggg 
cagaagtgct 
tcctgtacat 
accagcagat 
cggaagccaa 
ctgccgaagc 
acagacagga 
ccattctcac 



ctgcacccgc 
ggtggtgcga 
cacaaagaag 
cctgctgaag 
ctacctgatc 
gtattacagt 
ctgccaccag 
caagctcaag 
ggagcagcag 
gcggaaggac 
cctgctggtt 
caaagccggc 
ggatctgatc 
ccttaagcac 
gaccgtggac 
cacgatgctg 



ttcacggaag 
aggtgtgtga 
ctgtcagcca 
caccccaaca 
ttcgacctgg 
gaggcggatg 
atgggggtgg 
ggtgccgcag 
gcatggtttg 
ccgtacggga 
gggtaccccc 
gcctatgatt 
aataagatgc 
ccctggatct 
tgcctgaaga 
gccaccagga 



agtaccagct 
aggtgctggc 
gagaccatca 
tcgtccgact 
tcactggtgg 
ccagtcactg 
tgcaccggga 
tgaagctggc 
ggtttgcagg 
agcctgtgga 
cgttctggga 
tcccatcgcc 
tgaccattaa 
cgcaccgctc 
agttcaatgc 
acttctccgg 



cttcgaggaa 
tggccaggag 
gaagctggag 
acatgacagc 
ggaactgttt 
tatccagcag 
cctgaagcct 
agactttggc 
gactcctgga 
cctgtgggct 
tgaggaccag 
ggaatgggac 
cccatccaaa 
caccgtggca 
caggaggaaa 
agggaagagt 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 



1 



gggggaaaca 
atggaatcct 
caggaaatta 
tcctacacga 
ctggttgagg 
aagcccgtgc 
tgcatcgcct 
cagtcggagg 
cacagatctg 



agaagagcga 
cagagagcac 
taaaagtgac 
agatgtgcga 
gcctggactt 
acaccaccat 
acatccgcat 
agacccgtgt 
gggcgccctc 



tggtgtgaag 
caacaccacc 
agagcagctg 
ccctggcatg 
ccatcgattc 
cctgaatccc 
cacgcagtac 
ctggcaccgc 
cgtcctgccc 



aaaagaaagt 
atcgaggatg 
attgaagcca 
acagccttcg 
tattttgaaa 
cacatccacc 
ctggacgctg 
cgggacggca 
cattgaagga 



ccagttccag 
aagacaccaa 
taagcaatgg 
aacctgaggc 
acctgtggtc 
tgatgggcga 
gcggcatccc 
aatggcagat 
ccaggccagg 



cgttcagtta 
agtgcggaaa 
aggttttgag 
cctggggaac 
ccggaacagc 
cgagtcagcc 
acgcaccgcc 
cgtccacttc 
gtcaa 



1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1495 



<210> 2 
<211> 489 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> calcium/calmodulin dependent protein kinase II 
alpha-B subunit (CAMKII -alpha) 

<400> 2 

Met Ala Thr lie Thr Cys Thr Arg Phe Thr Glu Glu Tyr Gin Leu Phe 
15 10 15 

Glu Glu Leu Gly Lys Gly Ala Phe Ser Val Val Arg Arg Cys Val Lys 
20 25 30 

Val Leu Ala Gly Gin Glu Tyr Ala Ala Lys lie lie Asn Thr Lys Lys 
35 40 45 

Leu Ser Ala Arg Asp His Gin Lys Leu Glu Arg Glu Ala Arg lie Cys 
50 55 60 

Arg Leu Leu Lys His Pro Asn lie Val Arg Leu His Asp Ser lie Ser 
65 70 75 80 

Glu Glu Gly His His Tyr Leu lie Phe Asp Leu Val Thr Gly Gly Glu 
85 90 95 

Leu Phe Glu Asp lie Val Ala Arg Glu Tyr Tyr Ser Glu Ala Asp Ala 
100 105 110 

Ser His Cys lie Gin Gin lie Leu Glu Ala Val Leu His Cys His Gin 
115 120 125 

Met Gly Val Val His Arg Asp Leu Lys Pro Glu Asn Leu Leu Leu Ala 
130 135 140 

Ser Lys Leu Lys Gly Ala Ala Val Lys Leu Ala Asp Phe Gly Leu Ala 
145 150 155 160 

lie Glu Val Glu Gly Glu Gin Gin Ala Trp Phe Gly Phe Ala Gly Thr 
165 170 175 

Pro Gly Tyr Leu Ser Pro Glu Val Leu Arg Lys Asp Pro Tyr Gly Lys 
180 185 190 

Pro Val Asp Leu Trp Ala Cys Gly Val lie Leu Tyr lie Leu Leu Val 
195 200 205 



2 



Gly Tyr Pro Pro Phe Trp Asp Glu Asp Gin His Arg Leu Tyr Gin Gin 
210 215 220 



lie Lys Ala Gly Ala Tyr Asp Phe Pro Ser Pro Glu Trp Asp Thr Val 
225 230 235 240 

Thr Pro Glu Ala Lys Asp Leu lie Asn Lys Met Leu Thr lie Asn Pro 
245 250 255 

Ser Lys Arg lie Thr Ala Ala Glu Ala Leu Lys His Pro Trp lie Ser 
260 265 270 

His Arg Ser Thr Val Ala Ser Cys Met His Arg Gin Glu Thr Val Asp 
275 280 285 

Cys Leu Lys Lys Phe Asn Ala Arg Arg Lys Leu Lys Gly Ala lie Leu 
290 295 300 

Thr Thr Met Leu Ala Thr Arg Asn Phe Ser Gly Gly Lys Ser Gly Gly 
305 310 315 320 

Asn Lys Lys Ser Asp Gly Val Lys Lys Arg Lys Ser Ser Ser Ser Val 
325 330 335 

Gin Leu Met Glu Ser Ser Glu Ser Thr Asn Thr Thr lie Glu Asp Glu 
340 345 350 

Asp Thr Lys Val Arg Lys Gin Glu lie lie Lys Val Thr Glu Gin Leu 
355 360 365 

lie Glu Ala lie Ser Asn Gly Gly Phe Glu Ser Tyr Thr Lys Met Cys 
370 375 380 

Asp Pro Gly Met Thr Ala Phe Glu Pro Glu Ala Leu Gly Asn Leu Val 
385 390 395 400 

Glu Gly Leu Asp Phe His Arg Phe Tyr Phe Glu Asn Leu Trp Ser Arg 
405 410 415 

Asn Ser Lys Pro Val His Thr Thr lie Leu Asn Pro His lie His Leu 
420 425 430 

Met Gly Asp Glu Ser Ala Cys lie Ala Tyr lie Arg lie Thr Gin Tyr 
435 440 445 

Leu Asp Ala Gly Gly lie Pro Arg Thr Ala Gin Ser Glu Glu Thr Arg 
450 455 460 

Val Trp His Arg Arg Asp Gly Lys Trp Gin lie Val His Phe His Arg 
465 470 475 480 

Ser Gly Ala Pro Ser Val Leu Pro His 
485 



<210> 3 

<211> 3186 

<212> DNA 

<213> Homo sapiens 



3 



<220> 

<223> T-brain-1 (TBR1) cDNA 

<220> 

<221> CDS 

<222> (303) . . (2351) 

<223> TBR1 



<220> 

<221> misc_f eature 

<222> (303) . . (1438) 

<223> TBR1 riboprobe sequence 



<400> 3 

caggtgatta 

caggagccgt 

tgcatagtgt 

tgagaagcat 

tttatgataa 

ctatgcagct 

tgagcagcag 

tctcgaccac 

cgaatcagtc 

gaagtaaact 

ctgctgcaga 

ccagtgccat 

gcagccctag 

tcctgtccaa 

acggccactc 

tgcccggcaa 

accaaacgga 

acatttctgg 

atcccaatca 

atgtgcaagg 

tgcgccaaga 

acaatgggca 

tggaagtgaa 

ctttccctga 

tgaaaataga 

ccggctgtga 

tgcccggggc 

acgccaaggc 

gcgtgccgca 

cgccgcaacg 

atgacacggc 

gcgtgaaggc 

ccgacccgtc 

cggtgctgcc 

cctacctggg 

ccgccgagga 

cgatcaagtc 

tctcgccggc 

cccagcggga 

cgcacagcta 

cctcacagct 

atttgaccct 

cttttttgca 

ttggttttcc 

gtctttctct 

tgggcagtcc 

cataggatgt 



tcctaattaa 
ttcatcggct 
caattggcca 
ttgctggttg 
ataggacttt 
ggagcactgc 
ctacccacat 
tgacaacctg 
agatacagac 
ctctcctgtc 
tcgctacctc 
gttcccgtac 
ccgctacatg 
ctcctcgccg 
ctaccaagga 
agcacaggtg 
gatgatcatc 
tctcgatccc 
ctggaggttt 
aaatcgggtc 
aatctctttt 
gatggtggtt 
cgaggacggc 
gactcagttc 
tcacaaccct 
catggaccgc 
ccgctacgcc 
ccgcttccac 
caccaacggg 
ctggtttgtg 
cacggacttc 
gctgccgctg 
gggctggggc 
ctgctggccc 
cgaggaggcc 
cgccaagccc 
catcgactcc 
cgacacgccc 
ctgcgagaag 
ggccgcccct 
cttccccagc 
cgatggccgt 
cagcagtctc 
tacttactct 
tacctcctac 
tgtcaggcag 
tgactctaga 



tgtctatcta 
gcacaagcag 
atctcttctc 
aagtgctttc 
aaaaaccagg 
ctttctcctt 
tcaggcggat 
gagagaagtt 
aattttcctg 
ttggacgggg 
ctctctcagt 
cccggccagc 
gcccaccacc 
cagggatacc 
gctccgttct 
tacctgtgca 
accaaacagg 
acggctcatt 
caaggaggca 
tatatgcatc 
ggaaaattaa 
ttacagtcct 
acggaggaca 
atcgccgtca 
tttgcaaaag 
ctgaccccct 
atggccggct 
ccgggcgcgg 
ctgctgtcgc 
acgccggcca 
gcgggcaacg 
caggctgcag 
gcccgcagtc 
aacagcgccg 
gagggcctgg 
aaggacctgt 
agcgactcgg 
gtgtccgaga 
aactgcgcca 
gcccgcccgg 
tccgcctccc 
ctgcagcgaa 
tgcaattagc 
tcttctgtgg 
ttctctttct 
cagcgattcc 
acctggaccc 



attaaattac 
caagatcaaa 
ccagggaaaa 
tgtctagtga 
gacgggaggg 
ctatcatgct 
ccgagcttgt 
cacctttgaa 
actccaagga 
tctctgagct 
ccagccagcc 
acggaccggc 
cggtcatcac 
ccacggccgg 
accagttctc 
acaggcccct 
gaaggcgcat 
acaatatttt 
aatgggttcc 
cggattcccc 
aacttacgaa 
tgcacaagta 
ctagccagcc 
ccgcctacca 
gatttcggga 
cgcccaacga 
ctttcctgca 
gcgcgggccc 
cgcagcaggc 
acaaccggct 
cggccacgct 
gctgcactgg 
ccccgcagta 
cggccgccgc 
ccgccgagcg 
ccgattccag 
ggatttacga 
gttcgtcccc 
aggacattag 
ccccgccgcg 
cacactcctc 
taagtgcagg 
tcaccgacct 
agttatcctc 
tgtaatgaaa 
gacccgccaa 
acccagcgcg 



tgtcagcagc 
agtgagcctt 
aaaaaagtaa 
gggggtctgt 
cgagtgttca 
ctccaagaaa 
cttgcacgat 
aaaaattacc 
ctcaccaggg 
tcgtcacagt 
acagtctgcg 
gcaccccgcc 
caacggagcc 
ctacccctac 
ctccacccag 
ttggctgaaa 
gtttcctttt 
tgtggatgtg 
ttgcggcaaa 
caacactggg 
caacaaagga 
ccagccccgc 
cggccgcgtg 
gaacacggat 
taattatgac 
ctcgccgcgc 
ggaccagttc 
cgggccgggt 
cgaggacccg 
ggacttcgcg 
gctctcttac 
ccgcccgctc 
ctgcggcacc 
gcgcatggcc 
ctcgccgctg 
ctggatcgag 
gcaggccaag 
gctcaagagc 
cggctactat 
gcccggaccc 
cttgcgcacc 
tctccgagcg 
tcaactttgc 
ctacaattcc 
ctcttcacct 
gtctcggcct 
tcctttctta 



taaccaatgg 
ttctgattgc 
atcaaacctt 
ggatttctag 
ggttctagag 
tttctcaatg 
catcccatta 
agggggatga 
gacgtccaga 
ttcgatggct 
gccactgctc 
ttctccatcg 
tacaacagcc 
ccacagcagt 
ccggggctgg 
tttcaccggc 
ttaagtttta 
attttggcgg 
gcggacacca 
gctcactgga 
gcttcaaata 
ctgcatgtgg 
cagacgttca 
attacacaac 
acgatctaca 
tcgcagatcg 
gtgagcaact 
acggaccgca 
ggcgcgccct 
gcctcggcct 
gcggcggcgg 
ggctactacg 
aagtcgggct 
ggcgccaatc 
ccgcccggcg 
acgccctcct 
cggaggcgga 
gaggtgctgg 
ggcttctact 
ccagccagcc 
cactcatttt 
tgattttaac 
tgtaaacctt 
cctccccctc 
ttaggagacc 
ccacattaac 
tccccgagtg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 
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gatggatgga 
atgattgtac 
acaaaaccag 
tctcatactt 
tagaaacatg 
aataattact 
taaagg 



tggatggatg 
atagtgttaa 
ttcatgctta 
tctcttctct 
aaatactcag 
atgtgcccta 



gtagggatgt 
tttattgtaa 
accttttttt 
ctcttttaat 
tagtgatggg 
atgcacacaa 



taataatttt 
cgaatggcta 
cctttccttt 
tttcttgtga 
tttcccactt 
atagctaagg 



agtggaacaa 
gtttttattc 
ctttgctttt 
gataatattc 
ctcctcaatc 
agaatccacc 



agcctgtgaa 2880 
tcgtcaaggc 2940 
ctttctctcc 3000 
taagaggctc 3 060 
cgttgcatga 3120 
caaacacctt 3180 
3186 



<210> 4 
<211> 682 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> T-brain-1 (TBR1) 
<400> 4 

Met Gin Leu Glu His Cys Leu Ser Pro Ser lie Met Leu Ser Lys Lys 
15 10 15 

Phe Leu Asn Val Ser Ser Ser Tyr Pro His Ser Gly Gly Ser Glu Leu 
20 25 30 

Val Leu His Asp His Pro lie lie Ser Thr Thr Asp Asn Leu Glu Arg 
35 40 45 

Ser Ser Pro Leu Lys Lys lie Thr Arg Gly Met Thr Asn Gin Ser Asp 
50 55 60 

Thr Asp Asn Phe Pro Asp Ser Lys Asp Ser Pro Gly Asp Val Gin Arg 
65 70 75 80 

Ser Lys Leu Ser Pro Val Leu Asp Gly Val Ser Glu Leu Arg His Ser 
85 90 95 

Phe Asp Gly Ser Ala Ala Asp Arg Tyr Leu Leu Ser Gin Ser Ser Gin 
100 105 110 

Pro Gin Ser Ala Ala Thr Ala Pro Ser Ala Met Phe Pro Tyr Pro Gly 
115 120 125 

Gin His Gly Pro Ala His Pro Ala Phe Ser lie Gly Ser Pro Ser Arg 
130 135 140 

Tyr Met Ala His His Pro Val lie Thr Asn Gly Ala Tyr Asn Ser Leu 
145 150 155 160 

Leu Ser Asn Ser Ser Pro Gin Gly Tyr Pro Thr Ala Gly Tyr Pro Tyr 
165 170 175 

Pro Gin Gin Tyr Gly His Ser Tyr Gin Gly Ala Pro Phe Tyr Gin Phe 
180 185 190 

Ser Ser Thr Gin Pro Gly Leu Val Pro Gly Lys Ala Gin Val Tyr Leu 
195 200 205 

Cys Asn Arg Pro Leu Trp Leu Lys Phe His Arg His Gin Thr Glu Met 
210 215 220 
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He He Thr Lys 
225 

He Ser Gly Leu 



He Leu Ala Asp 
260 

Pro Cys Gly Lys 
275 

His Pro Asp Ser 
290 

Ser Phe Gly Lys 
305 

Asn Gly Gin Met 



Leu His Val Val 
340 

Pro Gly Arg Val 
355 

Val Thr Ala Tyr 
370 

Asn Pro Phe Ala 
385 

Gly Cys Asp Met 



Ser Gin He Val 
420 

Gin Asp Gin Phe 
435 

Ala Gly Ala Gly 
450 

Asn Gly Leu Leu 
465 

Pro Gin Arg Trp 



Ala Ser Ala Tyr 
500 

Leu Leu Ser Tyr 
515 

Ala Gly Cys Thr 
530 



Gin Gly Arg Arg 
230 

Asp Pro Thr Ala 
245 

Pro Asn His Trp 



Ala Asp Thr Asn 
280 

Pro Asn Thr Gly 
295 

Leu Lys Leu Thr 
310 

Val Val Leu Gin 
325 

Glu Val Asn Glu 



Gin Thr Phe Thr 
360 

Gin Asn Thr Asp 
375 

Lys Gly Phe Arg 
390 

Asp Arg Leu Thr 
405 

Pro Gly Ala Arg 



Val Ser Asn Tyr 
440 

Pro Gly Pro Gly 
455 

Ser Pro Gin Gin 
470 

Phe Val Thr Pro 
485 

Asp Thr Ala Thr 



Ala Ala Ala Gly 
520 

Gly Arg Pro Leu 
535 



Met Phe Pro Phe 
235 

His Tyr Asn He 
250 

Arg Phe Gin Gly 
265 

Val Gin Gly Asn 



Ala His Trp Met 
300 

Asn Asn Lys Gly 
315 

Ser Leu His Lys 
330 

Asp Gly Thr Glu 
345 

Phe Pro Glu Thr 



He Thr Gin Leu 
380 

Asp Asn Tyr Asp 
395 

Pro Ser Pro Asn 
410 

Tyr Ala Met Ala 
425 

Ala Lys Ala Arg 



Thr Asp Arg Ser 
460 

Ala Glu Asp Pro 
475 

Ala Asn Asn Arg 
490 

Asp Phe Ala Gly 
505 

Val Lys Ala Leu 



Gly Tyr Tyr Ala 
540 



Leu Ser Phe Asn 
240 

Phe Val Asp Val 
255 

Gly Lys Trp Val 
270 

Arg Val Tyr Met 
285 

Arg Gin Glu He 



Ala Ser Asn Asn 
320 

Tyr Gin Pro Arg 
335 

Asp Thr Ser Gin 
350 

Gin Phe He Ala 
365 

Lys He Asp His 



Thr He Tyr Thr 
400 

Asp Ser Pro Arg 
415 

Gly Ser Phe Leu 
430 

Phe His Pro Gly 
445 

Val Pro His Thr 



Gly Ala Pro Ser 
480 

Leu Asp Phe Ala 
495 

Asn Ala Ala Thr 
510 

Pro Leu Gin Ala 
525 

Asp Pro Ser Gly 
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Trp Gly Ala Arg 
545 



Ser Pro Pro Gin Tyr Cys Gly Thr Lys 
550 555 



Ser Gly Ser 
560 



Val Leu Pro Cys 



Trp Pro Asn Ser Ala Ala Ala Ala Ala 
565 570 



Arg Met Ala 
575 



Gly Ala Asn Pro 
580 

Arg Ser Pro Leu 
595 

Leu Ser Asp Ser 
610 



Tyr Leu Gly 
Pro Pro Gly 



Ser Trp lie 
615 



Glu Glu 
585 

Ala Ala 
600 



Ala Glu Gly Leu 



Glu Asp Ala Lys 
605 



Glu Thr Pro Ser Ser lie 
620 



Ala Ala Glu 
590 

Pro Lys Asp 
Lys Ser lie 



Asp Ser Ser Asp 
625 



Ser Gly lie 
630 



Tyr Glu Gin Ala Lys Arg 
635 



Arg Arg lie 
640 



Ser Pro Ala Asp 



Thr Pro Val 
645 



Ser Glu Ser Ser Ser Pro 
650 



Leu Lys Ser 
655 



Glu Val Leu Ala 
660 

Ser Gly Tyr Tyr 
675 



Gin Arg Asp 
Gly Phe Tyr 



Cys Glu 
665 

Ser His 
680 



Lys Asn Cys Ala 



Ser 



Lys Asp lie 
670 



<210> 5 
<211> 1501 
<212> DNA 

<213> Homo sapiens 
<220> 

<223> calcium/ calmodulin dependent protein kinase I 
(CAMKI) cDNA 



<220> 

<221> CDS 

<222> (179) . 

<2 23> CAMKI 



(1291) 



<400> 5 

ggagagagcc 

aggcacgcag 

ccagccccgc 

gctgggggca 

cttccgagat 

gacgcagaag 

cagcatggag 

ggatgacatc 

ggagctcttt 

catcttccag 

tctcaagcca 

cgactttggc 

tccgggatac 

ctggtccata 

gaatgatgcc 

ctgggacgac 

agagaaaaga 

tctagataag 



gccgagccga 
cggtgaggac 
ggcggggcag 
gtggaaggcc 
gttctgggca 
ctggtggcca 
aatgagattg 
tatgagagtg 
gaccgtattg 
gtgctggatg 
gagaatctgc 
ctctccaaga 
gtggcccctg 
ggtgtcatcg 
aaactctttg 
atctctgact 
ttcacctgtg 
aatatccacc 



gccgagcccc 
cgcggccaca 
ccgcaggagc 
ccaggtggaa 
cgggggcctt 
tcaaatgcat 
ctgtcctgca 
ggggccacct 
tggaaaaagg 
ctgtgaaata 
tgtactacag 
tggaggaccc 
aagtcctggc 
cctacatctt 
aacagatttt 
ctgccaaaga 
agcaggcctt 
agtcggtgag 



agctccagca 
gctcggcgcc 
cctggctgtg 
gcaggcggag 
ctcggaggtg 
tgccaaggag 
caagatcaag 
ctacctcatc 
cttctacacg 
cctgcatgac 
cctggatgaa 
gggcagtgtg 
ccagaagccc 
gctctgcggt 
gaaggccgag 
tttcatccgg 
gcagcaccca 
tgagcagatc 



agagcgcggg 
aaccaccgcg 
gtcggggggc 
gacattagag 
atcctggcag 
gccctggagg 
caccccaaca 
atgcagctgg 
gagcgggacg 
ctgggcattg 
gactccaaaa 
ctctccaccg 
tacagcaagg 
taccctccct 
tacgagtttg 
cacttgatgg 
tggattgcag 
aagaagaact 



cgggtggccc 
ggcctcccag 
agtgggccat 
acatctacga 
aagataagag 
gcaaggaagg 
ttgtagccct 
tgtcgggtgg 
ccagccgcct 
tacaccggga 
tcatgatctc 
cctgtggaac 
ctgtggattg 
tctatgacga 
actctcctta 
agaaggaccc 
gagatacagc 
ttgccaagag 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 
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caagtggaag 
gggcaccagc 
ggctgggggg 
actgtccccc 
cgtgggaggg 
cctgtcccct 
ctattttatt 
a 



caagccttca 
caggaggggc 
ccggcagctg 
acactgcccc 
cttgggggca 
cctcacctgc 
gttccttctt 



atgccacggc 
aggggcagac 
gctgttgctg 
accagctcta 
gcctgctccc 
ttccctacca 
gtaataaagg 



tgtggtgcgg 
ggcgagccat 
tcgagactgc 
gggccctgga 
cttccctccc 
ctcctcactg 
gaagataaaa 



cacatgagga 
ggggagctgc 
tgcgtggagc 
cctcgggtca 
tgaaccggga 
cattttccat 
ccaaaaaaaa 



aactgcagct 1140 
tgacaccagt 1200 
cgggcacaga 1260 
tgatcctctg 1320 
gtttctctgc 1380 
acaaatgttt 1440 
aaaaaaaaaa 1500 
1501 



<210> 6 
<211> 370 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> calcium/calmodulin dependent protein kinase I 
(CAMKI) 

<400> 6 

Met Leu Gly Ala Val Glu Gly Pro Arg Trp Lys Gin Ala Glu Asp lie 
15 10 15 

Arg Asp lie Tyr Asp Phe Arg Asp Val Leu Gly Thr Gly Ala Phe Ser 
20 25 30 

Glu Val lie Leu Ala Glu Asp Lys Arg Thr Gin Lys Leu Val Ala lie 
35 40 45 

Lys Cys lie Ala Lys Glu Ala Leu Glu Gly Lys Glu Gly Ser Met Glu 
50 55 60 

Asn Glu lie Ala Val Leu His Lys lie Lys His Pro Asn lie Val Ala 
65 70 75 80 

Leu Asp Asp lie Tyr Glu Ser Gly Gly His Leu Tyr Leu lie Met Gin 
85 90 95 

Leu Val Ser Gly Gly Glu Leu Phe Asp Arg lie Val Glu Lys Gly Phe 
100 105 110 

Tyr Thr Glu Arg Asp Ala Ser Arg Leu lie Phe Gin Val Leu Asp Ala 
115 120 125 

Val Lys Tyr Leu His Asp Leu Gly lie Val His Arg Asp Leu Lys Pro 
130 135 140 

Glu Asn Leu Leu Tyr Tyr Ser Leu Asp Glu Asp Ser Lys lie Met lie 
145 150 155 160 

Ser Asp Phe Gly Leu Ser Lys Met Glu Asp Pro Gly Ser Val Leu Ser 
165 170 175 

Thr Ala Cys Gly Thr Pro Gly Tyr Val Ala Pro Glu Val Leu Ala Gin 
180 185 190 

Lys Pro Tyr Ser Lys Ala Val Asp Cys Trp Ser lie Gly Val lie Ala 
195 200 205 

Tyr lie Leu Leu Cys Gly Tyr Pro Pro Phe Tyr Asp Glu Asn Asp Ala 
210 215 220 
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Lys Leu Phe Glu 
225 

Tyr Trp Asp Asp 



Met Glu Lys Asp 
260 

His Pro Trp lie 
275 

Ser Val Ser Glu 
290 

Gin Ala Phe Asn 
305 

Leu Gly Thr Ser 



Leu Leu Thr Pro 
340 

Asp Cys Cys Val 
355 



Gin lie Leu Lys 
230 

lie Ser Asp Ser 
245 

Pro Glu Lys Arg 



Ala Gly Asp Thr 
280 

Gin lie Lys Lys 
295 

Ala Thr Ala Val 
310 

Gin Glu Gly Gin 
325 

Val Ala Gly Gly 



Glu Pro Gly Thr 
360 



Ala Glu Tyr Glu 
235 

Ala Lys Asp Phe 
250 

Phe Thr Cys Glu 
265 

Ala Leu Asp Lys 



Asn Phe Ala Lys 
300 

Val Arg His Met 
315 

Gly Gin Thr Ala 
330 

Pro Ala Ala Gly 
345 

Glu Leu Ser Pro 



Phe Asp Ser Pro 
240 

lie Arg His Leu 
255 

Gin Ala Leu Gin 
270 

Asn lie His Gin 
285 

Ser Lys Trp Lys 



Arg Lys Leu Gin 
320 

Ser His Gly Glu 
335 

Cys Cys Cys Arg 
350 

Thr Leu Pro His 
365 



Gin Leu 
370 



<210> 7 
<211> 200 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :poly-Gly 
flexible linker 

<220> 

<2 21> M0D_RES 
<222> (6) . . (200) 

<223> Gly residues from position 6 to 200 may be present 
or absent 

<400> 7 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
15 10 15 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
20 25 30 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
35 40 45 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
50 55 60 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
65 70 75 80 
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Gly Gly Gly Gly Gly 
85 

Gly Gly Gly Gly Gly 
100 

Gly Gly Gly Gly Gly 
115 

Gly Gly Gly Gly Gly 
130 

Gly Gly Gly Gly Gly 
145 

Gly Gly Gly Gly Gly 
165 

Gly Gly Gly Gly Gly 
180 

Gly Gly Gly Gly Gly 
195 



Gly Gly Gly Gly Gly Gly 
90 

Gly Gly Gly Gly Gly Gly 
105 

Gly Gly Gly Gly Gly Gly 
120 

Gly Gly Gly Gly Gly Gly 
135 

Gly Gly Gly Gly Gly Gly 
150 155 

Gly Gly Gly Gly Gly Gly 
170 

Gly Gly Gly Gly Gly Gly 
185 

Gly Gly Gly 
200 



Gly Gly Gly Gly Gly 
95 

Gly Gly Gly Gly Gly 
110 

Gly Gly Gly Gly Gly 
125 

Gly Gly Gly Gly Gly 
140 

Gly Gly Gly Gly Gly 
160 

Gly Gly Gly Gly Gly 
175 

Gly Gly Gly Gly Gly 
190 
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